Analyzed gene expression of oesophageal cells stimulated in a low pH environment by DNA microarray.
The mechanism of gastroesophageal reflux disease (GERD) has gradually been understood at the molecular biological level, and acid is considered as the major cause of GERD. The aim of this study was to explore the molecular mechanism of GERD related with low pH by investigating the differential gene expression of oesophageal cells stimulated under a low pH environment for different time. Comparisons were made between the control normal samples (stimulated for 0 min) and low pH treat samples for various time points, and differentially expressed genes (DEGs) were identified, further bioinformatics analysis were carried out, including functional annotation and PPI network construction. The result indicated that the number of DEGs was increased along with the time of acid exposure, and the EGR1, JUN and FOS were found in all enriched Gene Ontology terms with association scores between them was high. All results suggested that EGR1, JUN, FOS may play important roles in the development of GERD. In a word, our results may reveal the contribution of gastric acid to GERD and the pathogenesis of GERD.